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Supplementary
The isolated METTL3-14 complex contains a 1/1 stoichiometry of METTL3/METTL14 as revealed by SDS PAGE in (b) . The interactions between WTAP and METTL3-14 complex could be detected but are weak (note the protein stoichiometry in each fraction shown in (c)). 
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Supplementary Figure 10 | Gene ontology (GO) and enrichment analysis of METTL3 (a), METTL14 (b), and WTAP (c) target transcripts identified via PAR-CLIP.
Each corresponding set of targets was subjected to DAVID GO analysis, and an enrichment map was constructed by using Cytoscape installed with the Enrichment Map Plugin. Each node denotes one enriched GO pathway (P < 0.005, FDR q < 0.1, overlap cutoff > 0.5), with its color reflecting the P value. Node size is proportional to the total number of genes in each pathway. GO pathways of similar functions were sorted into one cluster, marked with circles and labels. 
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